Results
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Heteroplasmy sharing within the liver 86 We investigated mitochondrial DNA heteroplasmy in liver and blood tissue samples (Table S1 ). More heteroplasmic sites were observed in the coding region for liver 91 (307 sites) compared to blood (118 sites), but the most abundant heteroplasmic sites 
106
Heteroplasmic sites are compared in a liver sample 1 and 2, b the control region of 107 liver sample 1 and 2, c the non-control region of liver sample 1 and 2.
109
We next asked whether heteroplasmy was correlated between the three different 110 samples from an individual. For blood and each liver sample, there is a low, but 111 significant correlation (r=0.18 and 0.16, p<0.001, Figure S3 ). However, the 112 correlation between the two liver samples was higher (Figure 1a , r=0.48, p<0.001).
113
While 481 sites were heteroplasmic in only one of the two liver samples of an
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Moreover, there were more shared heteroplasmies from the control region than from 117 the rest of the genome (Table 1, There are three sites that are frequently heteroplasmic in liver (Table S2) (Figure 2c ), indicating that the higher correlation between MAF for the control region 139 than for the rest of the genome is not driven solely by these three sites. Figure S5 ). Furthermore,
159
heteroplasmies had significantly higher mutation rates than sites that were not 160 heteroplasmic (p<0.001, Figure 2d ). However, the mutation rate for sites that were 161 shared did not differ from the mutation rate for sites that were not shared (p=0.12).
162
Hence, while heteroplasmic sites are associated with a higher mutation rate than samples from an individual), red dots indicate sites that were not shared.
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Heteroplasmy sharing in the coding region 238 Previous studies showed that liver has a significant excess of non-synonymous 239 heteroplasmies which are predicted to have an impact on function [9] . This is also 240 .
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Implications for mechanism of mtDNA replication 311 We found higher correlations in MAF for the control region heteroplasmies than for 312 coding region heteroplasmies. Similarly, a previous study gave evidence that 
One potential explanation for the observed heteroplasmy sharing is thus that very 335 short DNA fragments of mitochondrial origin, which are either products of apoptosis Abbott RealTime® HBV system was used. The 95% limit of detection (LOD95) of the 410 HIV, HCV and HBV assay was 40 copies/mL, 12 IU/ mL, and 10 IU/ mL, respectively. 
each sample were checked to see if five or more sites could be explained by 458 contamination from another haplogroup; all samples passed this filter. 
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